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5. GA ATT CGG GG^ CAA TAG AGS AAG AGC TCA AGT TGG CTT GAA AGO AGG AAG AGA TTG 

83 92 1"^ 

CCT GTC T?C CAG CCA AAT CCA GCC GCC AAA ATG ATC CAG GTT CTC TTG GTC ACT 

"m' 'i' "q V L L V T [8] 

[1] 

CTA TGC m GCA GCT m CCT TAT CAA GGG AGC KT ATA ATC al GAA TCT GGG 

raTTTTTTTTTTTl . : l ^ s gm 

200 209 218 

AAT GTT GAT TAT gS GTA CTG TAT CCA CAA AAA GTC ACT GCA TTG CCC MA 

t,,i7VT7TTTTT77'K v t a u p k [44] 

245 254 263 272 

GGA GCA G^T CAG CCA AAG TAT GAA GAC ACC ATG CAA TAT GAA TTT AAA GTG AAT 

t46]T"A-T-Q-7TTT7T7 q v . f k v 

GGA GAG fci GTG GTC m CAC CTG GM AAA AAT Z GGA CTT u\ TCA AAA GAT 
tesf G- T T 7 7 7 "l" 7 7 "k" K G U F S K D [80] 
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TAC AGC GAG ACT CAT m TCC TCT GAT GGC AGA AAA ATT ACA ACA AAC CCT CCG 

[8«777 77 7 77777-K , t t h p pm 

416 425 434 

GTT GAG GAT CAC TGC 'I' TAT CAT GGA CGC ATC CAG AAT GAT GCT GAC TCA ACT 
[99]7 T 'd" 'h" 7 7 T 'h' 7 7 . Q N D a P S T [U6] 

Afil 470 479 488 

GCA AGC TtC AGT GCA 't^ AAC GGT TTG AAA GGA CAT TTC AAG CTT CAA GGG GAG 

— " T' "3" r H F K L Q G E [134] 

[117]A S I S A C N G L K 6 H F K L w 

524 533 542 

ACG TAC 111 ATT GAA '^l TTG AAG CH TCC GAC AGT GAA GCC CAT GCA GTC TAC 

."" ~V T "p" T" 'k' T T "d" S E a H a V Y [152] 

[135]T YLlEPL KLii^ 

qfiQ 578 587 
. TAP rrr rrr AAA ATG TGT GGG GTA ACC 
AAA TAT GAA AAC GTA GAA AAA GAA GAT GAG GCC CCC AAA Alb lui u 

[153]K YENVEKEDEAK 
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FIG. 4A 

Proprotein domain: 



1 10 20 30 40 50 

****** 

CN MIQVLLVTLCLAAFPYQGSSIILESGNVNDYEVLYPQKVTALPKGAVQPKY 

Trigramin MIQVLLITICLAVFPYQGSSIILESGNLNDYEVVYPEKVTALPKGAVQQKY 

Cat MIQVLLVTICLAAFPYQGSSIILESGNVNDYEVIYPRKVTALPKGAVQPKY 

Jararhagin ATRPKGAVQPKY 

Ht-e MIQVLLVTICLAAFPYQGSSIILESGNVNDYEVIYPRKVTALPKGAVQPKY 

110 120 130 140 150 

***** 

CN DHCYYHGRIQNDADSTASISACNGLKGHFKLQGETYLIEPLKLSDSEAHAV 

Trigramin DHCYYHGRIENDADSTASISACDGLKGHFKLQGEMYLIEPLELSDSEAHAV 

Cat DHCYYHGRIENDADSTASISACNGLKGHFKLQGEMYLIEPLKLPDSEAHAV 

Jararhagin DHCYYHGRIENDADSTASISACNGLKGYFKLQRETYFIEPLKLPDSEAHAV 

Ht-e DHCYYHGRIENDADSTASISACN6LKGHFKLQGEMYLIEPLKLSDSEAHAV 

Metal! oproteinase domain: 

200 210 220 230 240 

***** 

CN EQQGF.PQRYIELVVVADHRMFTKYNGNLNTIRIWVHELVNTMNVFYRPLN 

Tri grami n EQQRF. PQRYIKLGIFVDHGMYTKYSGNSERITKRVHQMINNINMMCRALN 

Cat EHQKYNPFRFVELFLVVDKAMVTKNNGDLDKIKTRMYEIVNTVNEIYRYMY 

Jararhagin EQQRYDPYKYIEFFVVVDQGTVTKNNGDLDKIKARMYELANIVNEIFRYLY 

Ht-e EHQ RYVELFIVVDHGMYTKYNGDSDKIRQRVHQMVNIMKESYJYMY 

290 300 310 320 330 340 

****** 

CN ltaieldgetiglanrgtmcdpklstgivqdhsainlwvavtmahemghnl 

Tri grami n LTATIFNGNVIGRAPVGGMCDPKRSVAIVRDHNAI VFVVAVTMTHEMGHNL 

Cat ltaidl.drviglayvgsmchpkrstgiiqdyseinlvvavimahemghnl 

Jarahagi n LTAIDFNGPTIGYAYIGSMCHPKRSVGIVQDYSPINLVVAVIMAHEMGHNL 
Ht-e LTSIAFDEQIIGRAYIGGICDPKRSTGVVQDHSEINLRVAVTMTHELGHNL 

Disintegrin domain: 

420 430 440 450 

* * * * 

CN ETGEESDF— DAOABOCCDAATCJKTTGSQCADGKCCDQCJFNJEGTVCR 

Trigramin EAGEDCDCGSPA. . .NPCCDAATCKLIPGAQCGEGLCCDQCSFIEEGTVCR 

Cat EVGEECDCGTPENCQNECCDAATCKLKSGSQCGHGDCCEQCKFSKSGTECR 

Jararhagi n EVGEECDCGTPENCQNECCDAATCKLKSGSQCGHGDCCEQCKFSKSGTECR 

Ht-e EAGIECDGGSLE. . .NPCCYATTCKMRPGSQCAEGLCCDQCRFMKKGTVCR 

C-terminal domain: 

490 500 510 520 530 

***** 

Cat NGQPCLDNYGYCYNGNCPIMYHQCYDLFGADVYEAEDSCFERNQKGNYYGY 

Jararhagin NGQPCLDNYGYCYNGNCPIMYHQCYALFGADVYEAEDSCFKDNQKGNYYGY 

590 600 
* * 

Cat PGTKCADGKVCSNGHCVDVATAY* 
Jararhagi n PGTKCADGKVCSNGHCVDVATAY 



FIG. 4B 



60 70 80 90 100 

* * . * * * 

EDTMQYEFKVNGEPVVLHLEKNKGLFSKDYSETHYSSDGRKITTNPPVE 
EDAMQYEFKVNGEPVVLHLEKNKGLFSEDYSEIHYSPDGREITAYPSVE 
EDAMQYELKVNGEPVVLHLGKNKGLFSKDYSETHYSPDGREITTYPLVE 
EDAMQYEFKVNGEPVVLHLEKNKGLFSKDYSEIHYSPDGREITTYPPVE 
EDTMQYELKVNGEPVVLHLEKNKGLFSKDYSETHYSFDGRKITTNPSVE 

160 170 180 190 

* * * * 

YKYENVEKEDEAPKMC6VTQTNWESDEPIKKASQLNLTP 
FKYENVEKEDEPPKMCGVTQ.NWESYESTKKASQLNVTP 
YKYENVEKEDEALKMCGVTQ.NWESYEPIKKASQLVVTA 
FKYENVEKEDEAPKMCGVTQ . NWKSYEP I KKASQLAFTA 
FKLKNVEKEDEAPKMCGVTQ.NWESYEPIKKASDLNLNP 



250 260 270 280 

* * * * 
IRVSLTDLEVWSDQDLINVQPAAADTLEAFGD.WRETVLLNRISHDNAQL 
IVTTLSVLEIWSEKDLITVQ.ASAPTTLTLFGAWRETVLLNRTSHDHAQL 
IHVALVGLEIWSNEDKITVKPEAGYTLNA.FGEWRKTDLLTRKKHDNAQL 
MHVALVGLEIWSNGDKITVKPDVDYTLNS.FAEWRKTDLLTRKKHDNAQL 
IDILLAGIEIWSNGDLINVQPASPNTLNS.FGEWRETDLLKRKSHDNAQL 

350 360 370 380 390 400 410 

* * * * * * * 
GISHDGNQCHCDANSCIMSEELREQLSFEFSDCSQNQYQTYLTDHNPQCMLNEPLRTDIVSTPVSGNELL 
GMHHDEDKCNCN..TCIMSKVLSRQPSKYFSECSKDYYQTFLTNHNPQCILNAPLRTDTVSTPVSGNELL 
GINHDSGYCSCGDYACIMRPEISPEPSTFFSNCSYFECWDFIMNHNPECILNEPLGTDIISPPVCGNELL 
GIHHDTGSCSCGDYPCIMGPTISNEPSKFFSNCSYIQCWDFIMNHNPECIINEPLGTDIISPPVCGNELL 
GIHHDTDSCSCGGYSCIMSPVISDEPSKYFSDCSYIQCWEFIMNQKPQCILKKPLRTDTVSTPVSGNELL 



460 470 480 

* * * 

RARGD.DLDDYCNGISAGCPRNPFHA* 
lARGD . DLDDYCNGRSAGCPRNPFHA 
ASMSECDPAEHCTGQSSECPADVFHK 
ASMSECDPAEHCTGQSSECPADVFHK 
VSMVDRN . DDTCTGQSADCPRNGLYG* 



540 550 560 570 580 

***** 

CRKENGNKIPCAPEDVKC6RLYCKDNSPGQNNPCKMFYSNEDEHKGMVL 

CRKENGKKIPCAPEDVKCGRLYCKDNSPGQNNPCKMFYSNDDEHKGMVL 
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